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<210> 
<211> 



1 . 
9 



<212> PRT 

<213> Homo sapiens 

<220> 

<221> DISULFID 

<222> (1)..(6) 
<223> 



<220> 

<221> MOD_RES 

<222> (9) . . (9) 

<223> C-terminal Gly is amidated 



<400> 1 



Cys Tyr He Gin Asn Cys Pro Leu Gly 



<210> 
<211> 
<212> 
<213> 

<220> 
<221> 
<222> 
<223> 



2 
9 

PRT 

Homo sapiens 



DISULFID 
(1) . • (6) 



<400> 2 



Cys Tyr He Gin Asn Cys Pro Leu Gly 
1 5 
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<210> 3 

<211> 512 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (37) . . (414) 

<223> 

<400> 3 

accagtcacg gaccctggac ccagcgcacc cgcacc atg gcc ggc ccc age etc 54 

Met Ala Gly Pro Ser Leu 
1 5 

get tgc tgt ctg etc ggc etc ctg gcg ctg acc tec gcc tgc tac ate 102 
Ala Cys Cys Leu Leu Gly Leu Leu Ala Leu Thr Ser Ala Cys Tyr lie 
10 15 20 

cag aac tgc ccc ctg gga ggc aag agg gcc gcg ccg gac etc gac gtg 150 
Gin Asn Cys Pro Leu Gly Gly Lys Arg Ala Ala Pro Asp Leu Asp Val 
25 30 35 

cgc aag tgc etc ccc tgc ggc ccc ggg ggc aaa ggc cgc tgc ttc ggg 198 
Arg Lys Cys Leu Pro Cys Gly Pro Gly Gly Lys Gly Arg Cys Phe Gly 
40 45 50 

ccc aat ate tgc tgc gcg gaa gag ctg ggc tgc ttc gtg ggc acc gcc 24 6 

Pro Asn lie Cys Cys Ala Glu Glu Leu Gly Cys Phe Val Gly Thr Ala 
55 ~ 60 65 70 

gaa gcg ctg cgc tgc cag gag gag aac tac ctg ccg teg ccc tgc cag 294 
Glu Ala Leu Ar,g Cys Gin Glu Glu Asn Tyr Leu Pro Ser Pro Cys Gin 
75 80 85 

tec ggc cag aag gcg -tgc ggg age ggg ggc cgc tgc gcg gtc ttg ggc 342 
Ser Gly Gin Lys Ala Cys Gly Ser Gly Gly Arg Cys Ala Val Leu Gly 
90 95 100 

etc tgc tgc age ccg gac ggc tgc cac gcc gac cct gcc tgc gac gcg 390 
Leu Cys Cys Ser Pro Asp Gly Cys His Ala Asp Pro Ala Cys Asp Ala 
105 110 115 

gaa gcc acc ttc tec cag cgc tga aacttgatgg ctccgaacac cctcgaagcg 444 
Glu Ala Thr Phe Ser Gin Arg 
120 125 

cgccactcgc ttcccccata gccaccccag aaatggtgaa aataaaataa agcaggtttt 504 

tctcctct 512 



<210> 4 

<211> 125 

<212> PRT 

<213> Homo sapiens 
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<400> 4 

Met Ala Gly Pro Ser Leu Ala Cys Cys Leu Leu Gly Leu Leu Ala Leu 
15 10 15 



Thr Ser Ala Cys Tyr lie Gin Asn Cys Pro Leu Gly Gly Lys Arg Ala 
20 ^ 25 30 



Ala Pro Asp Leu Asp Val Arg Lys Cys Leu Pro Cys Gly Pro Gly Gly 
35 40 45 



Lys Gly Arg Cys Phe Gly Pro Asn lie Cys Cys Ala Glu Glu Leu Gly 
50 ~ 55 60 



Cys Phe Val Gly Thr Ala Glu Ala Leu Arg Cys Gin Glu Glu Asn Tyr 
65 70 75 80 



Leu Pro Ser Pro Cys Gin Ser Gly Gin Lys Ala Cys Gly Ser Gly Gly 
85 90 95 



Arg Cys Ala Val Leu Gly Leu Cys Cys Ser Pro Asp Gly Cys His Ala 
100 105 110 



Asp Pro Ala Cys Asp Ala Glu Ala Thr Phe Ser Gin Arg 
115 120 125 



<210> 5 

<211> 27 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 
<222> (1)..(27) 
<223> 

<400> 5 

tgc tac ate cag aac tgc ccc ctg gga 
Cys Tyr lie Gin Asn Cys Pro Leu Gly 
5 



1 




<210> 


6 


<211> 


9 


<212> 


PRT 


<213> 


Homo 


<400> 


6 



27 



Cys Tyr lie Gin Asn Cys Pro Leu Gly 
1 5 
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<210> 7 

<211> 4357 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (622) . . (1791) 
<223> 

<400> 7 



tgttaaggct 


ctgggaccaa 


cgctgggcga 


accagctccg 


etceggaggg 


gtctgegegg 


60 


ctggcctcgc 


ccgcccccta 


gcggacccgt 


gcgatagtgc 


agcctcagcc 


ccaggcacag 


120 


cgccgcatcc 


agacgccgtc 


cgcgcgcgca 


gectgggagg 


cgctcctcgc 


tcgcctcctg 


180 


tacccatcca 


gcgaccagcc 


aggctgcggc 


gaggggattc 


caaccgaggc 


tccagtgaga 


240 


gacctcagct 


tagcatcaca 


ttaggtgcag 


ccggcaggcc 


atcccaactc 


gggcegggag 


300 


cgcacgcgtc 


actggggccg 


tcagtcgccg 


tgcaacttcc 


ceggggggag 


tcaactttag 


360 


gttcgcctgc 


ggactcggtg 


cagtggaagc 


cgctgaacat 


cccgaggaac 


tggcacgctg 


420 


ggggctctgg 


gcttgtggcc 


ggtagaggat 


tcccgctcat 


ttgcagtggc 


tcagaggagg 


480 


gtggacccag 


cagatccgtc 


cgtggagtct 


ccaggagtgg 


agccccgggc 


gcccctacac 


540 


cctccgacac 


gccggatccg 


gcccagccgc 


gccaagccgt 


aaagggctcg 


aaggccgggg 


600 


cgcaccgctg 


ccgccagggt 


c atg gag ggc gcg etc 


gca gec aac tgg age 


651 



Met Glu Gly Ala Leu Ala Ala Asn Trp Ser 
15 10 

gec gag gca gec aac gec age gee gcg ccg ccg ggg gec gag ggc aac 699 
Ala Glu Ala Ala Asn Ala Ser Ala Ala Pro Pro Gly Ala Glu Gly Asn 
15 20 25 

cgc acc gec gga ccc ccg egg cgc aac gag gec ctg gcg cgc gtg gag 747 
Arg Thr Ala Gly Pro Pro Arg Arg Asn Glu Ala Leu Ala Arg Val Glu 
30 35 40 

gtg gcg gtg ctg tgt etc ate ctg etc ctg gcg ctg age ggg aac gcg 7 95 

Val Ala Val Leu Cys Leu lie Leu Leu Leu Ala Leu Ser Gly Asn Ala 
45 50 55 

tgt gtg ctg ctg gcg ctg cgc acc aca cgc cag aag cac teg cgc etc 84 3 

Cys Val Leu Leu Ala Leu Arg Thr Thr Arg Gin Lys His Ser Arg Leu 
60 65 70 

ttc ttc ttc atg aag cac eta age ate gec gac ctg gtg gtg gca gtg 891 
Phe Phe Phe Met Lys His Leu Ser He Ala Asp Leu Val Val Ala Val 
75 " 80 85 90 

ttt cag gtg ctg ccg cag ttg ctg tgg gac ate acc ttc cgc ttc tac 939 
Phe Gin Val Leu Pro Gin Leu Leu Trp Asp He Thr Phe Arg Phe Tyr 
95 100 105 
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ggg ccc gac ctg ctg tgc cgc ctg gtc aag tac ttg cag gtg gtg ggc 987 
Gly Pro Asp Leu Leu Cys Arg Leu Val Lys Tyr Leu Gin Val Val Gly 
110 115 " 120 



atg ttc gcc tec acc tac ctg ctg ctg etc atg tec ctg gac cgc tgc 
Met Phe Ala Ser Thr Tyr Leu Leu Leu Leu Met Ser Leu Asp Arg Cys 
125 130 135 



1035 



ctg gcc ate tgc cag ccg ctg cgc teg ctg cgc cgc cgc acc gac cgc 1083 
Leu Ala lie Cys Gin Pro Leu Arg Ser Leu Arg Arg Arg Thr Asp Arg 
140 145 150 

ctg gca gtg etc gcc acg tgg etc ggc tgc ctg gtg gcc age gcg ccg 1131 
Leu Ala Val Leu Ala Thr Trp Leu Gly Cys Leu Val Ala Ser Ala Pro 
155 160 165 170 

cag gtg cac ate ttc tct ctg cgc gag gtg get gac ggc gtc ttc gac 1179 
Gin Val His lie Phe Ser Leu Arg Glu Val Ala Asp Gly Val Phe Asp 
175 180 185 

tgc tgg gcc gtc ttc ate cag ccc tgg gga ccc aag gcc tac ate aca 1227 
Cys Trp Ala Val Phe lie Gin Pro Trp Gly Pro Lys Ala Tyr lie Thr 
190 195 200 

tgg ate acg eta get gtc tac ate gtg ccg gtc ate gtg etc get acc 1275 
Trp lie Thr Leu Ala Val Tyr lie Val Pro Val lie Val Leu Ala Thr 
205 210 215 

tgc tac ggc ctt ate age ttc aag ate tgg cag aac ttg egg etc aag 1323 
Cys Tyr Gly Leu lie Ser Phe Lys lie Trp Gin Asn Leu Arg Leu Lys 
220 225 230 

acc get gca gcg gcg gcg gcc gag gcg cca gag. ggc gcg gcg get ggc 1371 
Thr Ala Ala Ala Ala Ala Ala Glu Ala Pro Glu Gly Ala Ala Ala Gly 
235 240 245 250 

gat ggg ggg cgc gtg gcc ctg gcg cgt gtc age age gtc aag etc ate 1419 
Asp Gly Gly Arg Val Ala Leu Ala Arg Val Ser Ser Val Lys Leu lie 
255 260 265 

tec aag gcc aag ate cgc acg gtc aag atg act ttc ate ate gtg ctg 14 67 

Ser Lys Ala Lys lie Arg Thr Val Lys Met Thr Phe lie He Val Leu 
270 275 280 

gcc ttc ate gtg tgc tgg acg cct ttc ttc ttc gtg cag atg tgg age 1515 
Ala Phe He Val Cys Trp Thr Pro Phe Phe Phe Val Gin Met Trp Ser 
285 290 295 



gtc tgg gat gcc aac gcg ccc aag gaa gcc teg gcc ttc ate ate gtc 1563 
Val Trp Asp Ala Asn Ala Pro Lys Glu Ala Ser Ala Phe He He Val 
300 ^ 305 310 

atg etc ctg gcc age etc aac age tgc tgc aac ccc tgg ate tac atg 1611 
Met Leu Leu Ala Ser Leu Asn Ser Cys Cys Asn Pro Trp He Tyr Met 
315 320 325 330 



ctg ttc acg ggc cac etc ttc cac gaa etc gtg cag cgc ttc ctg tgc 
Leu Phe Thr Gly His Leu Phe His Glu Leu Val Gin Arg Phe Leu Cys 
335 340 345 



1659 
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tgc tec gcc age tac ctg aag ggc aga cgc ctg gga gag acg agt gcc 1707 

Cys Ser Ala Ser Tyr Leu Lys Gly Arg Arg Leu Gly Glu Thr Ser Ala 

350 355 360 

age aaa.aag age aac teg tec tec ttt gtc ctg age cat cgc age tec 1755 

Ser Lys Lys Ser Asn Ser Ser Ser Phe Val Leu Ser His Arg Ser Ser 

365 370 375 

age cag agg age tgc tec cag cca tec acg gcg tga cccaccagcc 1801 

Ser Gin Arg Ser Cys Ser Gin Pro Ser Thr Ala 
380 385 



agggecaggg 


ctgcagcctg 


aggctcaggc 


tgtgctggca 


taagtgctct 


gctcctaggt 


1861 


gatggegtat 


gtttgtgtat 


aaggtaccta 


tcagtttgta 


tccctcccct 


ccttggggtg 


1921 


gcttcagtgg 


ggtggagagt 


ggcctccatg 


atggaagatg 


ataggggact 


cagccatcag 


1981 


acaacaccct 


ggcctcctac 


aegtacttet 


accaccctga 


acccactgct 


gccctgggca 


2041 


gtgagtggct 


tgttttttct 


cctggacttg 


taatttcact 


ccagtatatt 


tttacttctt 


2101 


cattctggga 


tattgtgaaa 


ageggtaaat 


ataggattgg 


tgaccaattg 


ggtcaggaag 


2161 


tccagtgttc 


tggacttggg 


gtaagcagtg 


gggttgggac 


ctcagatggg 


aagggtggtg 


2221 


ctaagatcct 


cctgacctca 


aagtgtattt 


gectttaage 


gaacaaatgc 


tggggtcctt 


2281 


ggggaccagc 


ttgtcagagg 


gtagccctaa 


gagaagggga 


ttaccttgta 


agaccatctg 


2341 


gcgcagtgga 


cctattagaa 


cttgggttaa 


aaatgtttaa 


gaagctaatg 


tttaagaagc 


2401 


atttgggaaa 


gaaaaagaaa 


taaatgtatc 


cagataggaa 


aagaagaagt 


aaaactattt 


2461 


gcagatgaca 


cagttttgta 


tatagaaaat 


cctaaggaac 


tcacacacac 


acacacacac 


2521 


acacacgcac 


acagctatta 


gaactaataa 


gcaagttccg 


caaggtttca 


agatacaaga 


2581 


tcaatataca 


aaaatgaatt 


gtatttcttt 


atactagcaa 


caaacaatat 


gaaaacgaag 


2641 


ttaaataatt 


ccatttataa 


taccatcaga 


aagaataaaa 


taggaatcaa 


cttaacaaaa 


2701 


caagtgcaag 


actgaaaact 


acaaaattgg 


aaagaaatta 


aagaaggctt 


aaataaatgg 


2761 


aaagacatcc 


tgtgttcatg 


gatcagactt 


agtattgtta 


agatggcaat 


actatcctaa 


2821 


ctgacatgea 


gattcagtgc 


aatccttatg 


aaaatcatag 


ctggcttttt 


tacagaaatt 


2881 


gataagctag 


tcccaaaatt 


cataaagaaa 


tgeaagggae 


ccagatatcc 


aaataagect 


2941 


tgaaaaagaa 


caaagttggt 


ggattcacac 


ttcctgattt 


cataatttac 


gataaaggta 


3001 


atcagctcag 


tgtgttactg 


gtttaaggat 


agacataegg 


agcagaataa 


agagtacaga 


3061 


tatgaacact 


tatacttacg 


gtcaattgat 


ttttgacaag 


gttcccaaga 


caattcaata 


3121 


gagaaaggag 


agtcttttca 


acaaatggca 


ccgagacaat 


gatatgeaag 


tgcaaaagaa 


3181 


tgaggttgga 


cctttactca 


cactatgtgc 


aaaaatcaac 


teaaaacgea 


tccaagatct 


3241 
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aaatataaga 


gctgaaacta 


taaaatctta 


gaaagaaaca 


taggcataga 


tctttgtaac 


3301 


cttgaattag 


gcagtggttt 


cttagatatg 


ataccaaaga 


cacaagcaac 


caatggaaaa 


3361 


ataggtaaat 


tggacttaat 


caagatttga 


agcttttgtg 


attgaaaaga 


ccctatcaag 


3421 


aaggtgaaaa 


gataacctgc 


agaatgggag 


aaaatatttg 


cgagtcatat 


atatgataag 


3481 


gggcttgtat 


ctggaatata 


taaataactc 


ttataacaca 


acaataagga 


gaaaaataaa 


3541 


tcaatttaaa 


aaatgggcta 


acggtttgaa 


tagacatttc 


tccaaagaag 


atatgcaaat 


3601 


ggctactaag 


cacatgaaaa 


atactcaaca 


ttattattca 


ttagggaaat 


gcaagtcaaa 


3661 


atcacaatga 


gattccagtt 


tacaatcact 


aggatggcta 


caataaaaag 


atggacaaga 


3721 


acgagtgtcg 


gtgaggatgt 


agagaaactg 


gtagaaattt 


aaattgttgg 


tgggaatgta 


3781 


aatggtgcac 


ctgctttgaa 


aaacagtttg 


gcagtacctc 


aaaaagttaa 


acgtagagtg 


3841 


accatatgac 


ccaggaatgc 


cactcctagg 


tatttaccca 


agagaaatga 


aaacgtacat 


3901 


acacacaaaa 


acttgtacac 


caatgttcat 


agcaacatta 


tttgtaatag 


ccaaaaagtg 


3961 


gaaacaaccc 


aaatgtctac 


caactgatga 


atgggaaata 


aaatgtggtc 


tgtccacgca 


4021 


atggaacatt 


attagactct 


aaaaagaaat 


gaagtactca 


cacatgccac 


aacatggatg 


4081 


agccttgaaa 


acttgctaag 


tgaaagaagc 


caggtgcaaa 


agcccacata 


ttgtctgact 


4141 


gcattgaaat 


gcaatgtcta 


aaatggacga 


atctatatag 


agtgaatata 


gattagcgtt 


4201 


tgccagggcc 


tggaggctgt 


gagagatgag 


gcatgactac 


taagggtttg 


gggtttcttt 


4261 


ttcgggtgat 


gaaaatgttc 


gaaattagtg 


gtgattgtgc 


acgattttga 


gaatgtacta 


4321 


aaaaccaatg 


aactttaaaa 


aataaaaata 


aacaaa 






4357 



<210> 8 

<211> 389 

<212> PRT 

<213> Homo sapiens 

<400> 8 

Met Glu Gly Ala Leu Ala Ala Asn Trp Ser Ala Glu Ala Ala Asn Ala 
15 10 15 

Ser Ala Ala Pro Pro Gly Ala Glu Gly Asn Arg Thr Ala Gly Pro Pro 
20 25 30 

Arg Arg Asn Glu Ala Leu Ala Arg Val Glu Val Ala Val Leu Cys Leu 
35 40 45 



He Leu Leu Leu Ala Leu Ser Gly Asn Ala Cys Val Leu Leu Ala Leu 
50 55 60 
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Arg Thr Thr Arg Gin Lys His Ser Arg Leu Phe Phe Phe Met Lys His 
65 70 75 80 



Leu Ser lie Ala Asp Leu Val Val Ala Val Phe Gin Val Leu Pro Gin 
85 90 95 



Leu Leu Trp Asp lie Thr Phe Arg Phe Tyr Gly Pro Asp Leu Leu Cys 
100 105 110 



Arg Leu Val Lys Tyr Leu Gin Val Val Gly Met Phe Ala Ser Thr Tyr 
115 120 125 



Leu Leu Leu Leu Met Ser Leu Asp Arg Cys Leu Ala lie Cys Gin Pro 
130 135 140 



Leu Arg Ser Leu Arg Arg Arg Thr Asp Arg Leu Ala Val Leu Ala Thr 
14 5 150 155 160 



Trp Leu Gly Cys Leu Val Ala Ser Ala Pro Gin Val His lie Phe Ser 
165 170 175 



Leu Arg Glu Val Ala Asp Gly Val Phe Asp Cys Trp Ala Val Phe lie 
180 185 190 



Gin Pro Trp Gly Pro Lys Ala Tyr lie Thr Trp lie Thr Leu Ala Val 
195 200 205 



Tyr He Val Pro Val He Val Leu Ala Thr Cys Tyr Gly Leu He Ser 
210 215 220 



Phe Lys He Trp Gin Asn Leu Arg Leu Lys Thr Ala Ala Ala Ala Ala 
225 230 235 240 



Ala Glu Ala Pro Glu Gly Ala Ala Ala Gly Asp Gly Gly Arg Val Ala 
245 250 255 



Leu Ala Arg Val Ser Ser Val Lys Leu He Ser Lys Ala Lys He Arg 
260 265 270 



Thr Val Lys Met Thr Phe He He Val Leu Ala Phe He Val Cys Trp 
275 280 285 



Thr Pro Phe Phe Phe Val Gin Met Trp Ser Val Trp Asp Ala Asn Ala 
290 295 300 
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Pro Lys Glu Ala Ser Ala Phe lie lie Val Met Leu Leu Ala Ser Leu 
305 310 315 320 



Asn Ser Cys Cys Asn Pro Trp lie Tyr Met Leu Phe Thr Gly His Leu 
325 330 335 



Phe His Glu Leu Val Gin Arg Phe Leu Cys Cys Ser Ala Ser Tyr Leu 
340 345 350 



Lys Gly Arg Arg Leu Gly Glu Thr Ser Ala Ser Lys Lys Ser Asn Ser 
355 360 365 



Ser Ser Phe Val Leu Ser His Arg Ser Ser Ser Gin Arg Ser Cys Ser 
370 375 380 



Gin Pro Ser Thr Ala 

385 



<210> 


9 


<211> 


22 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


synthetic oligonucleotide 


<400> 


9 


aagatgacct tcatcattgt tc 


<210> 


10 


<211> 


23 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


synthetic oligonucleotide 


<400> 


10 


cgactcagga cgaaggtgga gga 


<210> 


11 


<211> 


24 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


synthetic oligonucleotide 



22 



23 



<400> 11 

gtcaatccta cccccgaagc agct 



24 
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<210> 


12 


<211> 


20 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


synthetic oligonucleotide 


<400> 


12 


cagcatgggc tccttctcca 


<210> 


13 


<211> 


23 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


synthetic oligonucleotide 


<400> 


13 


cagtgatggc atccactgtg gtc 


<210> 


14 


<211> 


27 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


synthetic oligonucleotide 


<400> 


14 


aaggtcggtg tcaacccatt tggccgt 


<210> 


15 


<211> 


10 


<212> 


PRT 


<213> 


Homo sapiens 


<220> 




<221> 


DISULFID 


<222> 


(1) . - (6) 


<223> 




<400> 


15 



Cys Tyr lie Gin Asn Cys Pro Leu Gly Gly 
15 



